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[ The primary objective of our study was to assess levels of genetic variability and structure among nine Wood Stork colonies from Georgia and Florida at a higher resolution than provided by a previous allozyme study (Stangel et al. 1990 ). We chose to use microsatellites because they are abundant in the nuclear genome of most taxa (Baker 1994) and they evolve rapidly. To compare levels of heterozygosity and similarity between coastal and intercoastal colonies versus inland colonies, individuals from the following pairs of colonies were run on the same gel for multilocus oligonucleotide fingerprint analyses: St. Simons (n -9) and Birdsville (n = 5) in Georgia; St. Simons (n = 7) and Heard's Pond (n = 4) in Georgia; and Grant Farm (n = 9) and Dee Dot (n = 9) in Florida. Tests for significant differences in heterozygosity and band sharing among pairwise colony comparisons were computed using the permutation tests in GEL-[Auk, Vol. 116 STATS, which calculates a value within each population and then performs a permutation of individuals across colonies by randomly reassigning individuals to colonies and testing for significant difference in the original data and the reorganized data. The methods for conducting these permutation tests (and the advantages and disadvantages of such tests) are discussed by Pelikan and Rogstad (1996).
Single-locus analysis.
--A genomic library of small insert size (200 to 400 bp) was constructed from one Wood Stork (TK 16819) using standard protocols (Weber and May 1989). Fragments containing microsatellite loci were identified by probing the library for (GT)n simple-sequence repeats, and the fragments were isolated and sequenced. Primers were designed from sequences flanking microsatellite repeats with a minimum of 12 repeats of the core motif. Ten microsatellite loci were identified and sequenced from this initial library screening. Four of these 10 microsatellite loci were used to examine genetic variation within and among Wood Stork colonies (Table   1) (n = 18) (n = 16) (n =20) (n = 10) (n = 10) (n = 16) (n = 11) (n = 16) (n = Table 2 , suggest a lack of significant differences between coastal and inland populations. Although these results provide insight into the lack of genetic structure in the population, the more traditional approach for testing for population structure is through F-statistics.
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